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Supplementary Information, Data S1 

Input of network construction 

After the target validation process, we set a threshold of 50 genes, meaning that for each 

miRNA, we only select top 50 targets. For all the 25 miRNAs, we derived 531 targets after 

removing the duplication. 
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Supplementary Information, Data S2 

Verified tissue-specific gene selection 

We collected the validated specific genes of eight tissues from TiSGed 
23

. For this collection, 

we set certain domains of the parameters (SPM and DPM) as designed by TiSGed. 

 

Gene Level SPM DPM 

Ubiquitous > 0.2 > 0.2 

High < 0.7 < 0.7 

Specific < 0.9 < 0.9 

SPM and DPM both ranged from 0 to 1. SPM is a parameter indicating tissue-specific genes 

when it is close to 1, whereas DPM is especially for ubiquitous genes when approaching 0. 

By using both SPM and DPM values, we gain confidence in filtering out the genes at each 

level. 

 

Figure Legends 



Supplementary Information, Figure S1 

Figure S1. Node weight assignment. (a) Node weight distribution of all 531 nodes. (b) 

Weight changes during iterations. The change was reduced to within 0.003 after 15 iterations. 

 

Supplementary Information, Figure S2 

Figure S2. Comparison between plant and human target distributions after the filtering 

process. (a) Original Arabidopsis targets. (b) Arabidopsis targets after screening. (c) Original 

Human targets. (d) Human targets after screening. There is a remarkable reduction of the 

noisy points between (a) and (b), and between (c) and (d), which strongly supports the 

effectiveness of our method and parameters, and provides a valid guide that can help explore 

the mechanism of cross-species miRNA targets. 

 

Supplementary Information 

Supplementary Information File 1 contains the input of network construction, verified 

tissue-specific gene selection, node weight assignment and comparison between plant and 

human target distributions after the filtering process. 

 

Supplementary Information File 2 and File 3 are the technical details and p-values to 

describe the enrichment of GO terms for Arabidopsis and human, respectively. 

 

Supplementary Information File 4 is the result of grouping generic GO categories for 

human and Arabidopsis individually by CateGOrizer. 

 

 


